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BLAST 2 SEQUENCES 

This tool produces the alignment of two given sequences using BLAST engine for local alignment 
The stand-alone executable for blasting two sequences (bl2seq) can be retrieved from NCBI ftp site 

Reference: Tatiana A. Tatusova, Thomas L. Madden (1999), "Blast 2 sequences - a new tool for comparing protein and nucleotide sequences". 
FEMS Microbiol Lett 174:247-250 : ' 



Parameters used in BLASTN prog ram only: 

Reward for a match:[ jPenaltyfor a mismatch:{~" 

H UseMfigaJLASI Strand option IgjjjgMf^^i 



Open gap [n ! and extension gap [l j penalties 
gap xjropoff |50 | expect jio.oj word size 



[T~]Eltei^ | 



Sequence 1 Enter accession or GI [clone e or downloadi from file 



or sequence in FASTA format fxom:|o .|to:|o 


DPEPAS S ATITDPKKANRFHRTLLLTWLPAGYVPS FKHRS PLIANTLWGNMLLATESLKNS 
AELTPSDHPFWGITGGGLGMMVYQEPRENHPGFHMRSSG W SLKFSQTYT 
KLNERYAKNNVSSKNYSCQGEKLFSI^EGFLIAK^ 
FRSQTMGGAVFFDLPMKPFGSTHILTAPFIXaALGIYSSLSHFTEVGAY^ 

lwigvkgsfmnatqrpqawtveiayqpvlyrqeleiatqliaskgiwfgs 
ykisqqtqplswltlhfqyhgfyssstfcnylngeialrf'. 









Sequence 2 Enter accession or GI Imomp or download from file 



or sequence in FASTA format from:|o [to: o ■ 


cccwcaaism rmgyygaxvx arvj.Kxavruc eremgea±ag asgnccscis 
klvertnpay gkhmqdaemf tnaacmtlni wdrfdvfctl gatsgylkgn 
sasfnlvglf gdgvnatkpa adsipnvqln qswelytdt tawsvgara 
alwecgcatl gasfqyaqsk pkieelnvlc naaeftinkp kgyvgkefpl 
dltagtdaat gtkdasidyh ewqaslslsy rlnmf tpyig vkwsrasfds 
dtiriaqprl vtpwdittl nptiagcgsv agantegqis dtmqivslql 
nkmksrkscg iavgttivda dkyavtvetr lideraahvn aqfrf 











Comments and suggestions to blast-help@ncblnlm.nih.gov 



http-7/www.ncbLnlm.nih.gov/bla8t/bl2s«qA)l2.html 
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Blast 2 Sequences results 



BLAST 2 SEQUENCES RESULTS VERSION BLASTP 2.23 [Apr-24-2002] 
Matrix I^^L^ii^Bl g a P open:fiI: gap extension: fiTf 



xjdropoff: [sol 



io.orwordsize:|3; 



Sequence 1 Icllseq^l Length 955 pK^^" : P 'TA * 3 V (r Zr 
Sequence 2 lcl|seq^2 Length 394 jTYtfi^v A 
No significant similarity was found 



htlp^/wwwjicbl.nlm.nm.gov/t)latt/l)f29eqAwbl«t2.cg!? 
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Blast 2 Sequences 



BLAST 2 SEQUENCES 

This tool produces the alignment of two given sequences using BLAST engine for local alignment 
The stand-alone executable for blasting two sequences (bl2seq) can be retrieved from NCBI ftp site 

Reference: Tatiana A. Tatusova, Thomas L. Madden (1999), "Blast 2 sequences - a new tool for comparing protein and nucleotide sequences", 
FEMS Microbiol Lett. 174:247-250 ' - - •. 



Frogflun 



Matrix 



Parameters used in BLASTN prog ram only: 

Reward for a match: | ~]PenaIty for a mismatch:^ 



Use Mega BLAST Strand option 



Open gap [n j and extension gap 1 1 j penalties 

gap x_dropoff [50 expect lio.oi word size |3 { Filter | 



Sequence 1 Enter accession or GI [seq id 2 or download from file 



or sequence in FASTA format from: | o jto:[F 



KANRFHRTLLLTWLPAGYVPS PKHRS PLIANTLWGNMLLATESLKNS AELTPSDHPFWGIT 
GGGLGMMVYQDPRENHPGFHMRSSGYSAGMIAGQTHTFSLKFSQTY^ 
NYSCQGEMLFSI^EGFIJ^TKLVGLYSYGDHNCHHFYTQGENLTSQGTF^ 
FMKPFGSTHILTAPFIX3AIX3IYSSLSHFTEVGAYPRSFS^ 

QRP^AWTVELAYQPVLYRQEPGIATQLLASKGIWFGSGSPSSRHAMSYKISQQTQPLSWLT 
LHFQYHGFYSSSTFCNYLNGEIALRF . ' 









Sequence 2 Enter accession or GI Imomp or download from file 



or sequence in FASTA format from:] o Jto:| o 


cttwcoaism rmgyygarvr arvxKcavnx. eremgeaxag asgnccscxs 
klvertnpay gkhmqdaemf tnaacmtlni wdrfdvfctl gatsgylkgn 
sasfnlvglf gdgvnatkpa adsipnvqln qswelytdt tawsvgara 
alwecgcatl gasfqyaqsk pkieelnvlc naaef tinkp kgyvgkefpl 
dltagtdaat gtkdasidyh ewqaslslsy rlnmftpyig vkwsrasfds 
dtiriaqprl vtpwdittl nptiagcgsv agantegqls dtmqivslql 
nkmksrkscg iavgttivda dkyavtvetr lideraahvn aqfrf 

















Comments and suggestions to blast-help® ncb'Lnlm.nih.$ ov 



• 



http://www.nebt.nlm.nlh.gov/bla8t/br2saq/bl2.htnil 
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Blast2 Sequ nces results 



BLAST 2 SEQUENCES RESULTS VERSION BLAST? 2*2*3 [Apr-24-2002] 
Matrix f 



gap open:! li: gap extension: 1 1 



xjaropoff: [sO; expect[iq . o 1 wordsize: [F] Filter gjf 



Sequence 1 lcl|seq_l Length 965 & i <o 0*. 

Sequence 2 lcl|seq_2 Length 394 ^ oj^p 
No significant similarity was found 



http^/www.ncbl.nlm.nlh.g6v/Waat/bl2«eq/wbl«t2.cflI? 



